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Type I PKS
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Type II PKS KSα KSβ Figure S7 . Phylogenetic analysis assigns CB00830 (highlighted in red box) as a Streptomyces griseus species. The phylogenetic tree was generated from the alignment of concatenated partial sequences 18, 19 of the four housekeeping genes 16S rRNA, recA, rpoB, and trpB (2975 bp total) using the Tamura-Nei evolutionary distance method 20 and the neighbor-joining algorithm. Bootstrap 21 values >60% (based on 1000 resampled trials) are given at nodes. Bar, 0.02 substitutions per nucleotide position. Sequence alignment and phylogenetic tree construction were conducted with MEGA 5.05. 22 S. coelicolor A3(2) (AL645882), S. avermitilis MA-4680 (BA000030), S. rimosus ATCC 10970 (ANSJ00000000), S. griseus NBRC 13350 (AP009493), S. scabies 87.22 (NC_013929), S. venezuelae ATCC 10712 (FR845719), and S. clavuligerus ATCC 27064 (ADWJ00000000) were obtained from the NCBI database and used for representative Streptomyces spp. Mycobacterium tuberculosis H37Rv (AL123456) was used as an outgroup. S14 Figure S8 . 1 Figure S13 . Circular dichroism spectrum of grisechelin A (4) (317 µM in CHCl 3 ).
